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worsening of kidney function in 4% of the patients. The
beginning of the disease was acute, with the appearance
of fever, high temperature, stomachaches, vomiting and
profuse diarrhea. All that brought to water electrolitic
misbalance, reduction of diuresis, increase of the concen-
trations of urine from 15 to 35mmol/lit, creatinin from
300 to 800mikromol/lit, and potassium to the value of
6mmol/lit. The diseased were treated and cured con-
servatively at the Department with intensive rehydration
parenteral and symptomatic therapy.
Conclusion: Intoxication with salmonella through food
due to infective-toxic inﬂuence by the bacteria Salmonella
itself from one side, as well as the loss of liquids on the
other side, can bring to ARI. Conducting timely and optimal
rehydration is of great importance, since only with adequate
approach towards basic disease and the possible compli-
cations, they could be prevented or could be adequately
treated.
doi:10.1016/j.ijid.2008.05.545
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Background: Staphylococci are important organisms
involved in many of infections, including bacterimia or
septicemia. Spreading of these bacteria from hospital envi-
ronments, particularly from personals to the patients, could
result in dissemination of infections. Repetitive sequence-
based PCR (rep-PCR), is a useful method for generation of
staphylococcal DNA ﬁngerprint patterns, especially when
the origins of these organisms are unknown. Also, the source
of infection can be determined by rep-PCR method, paticu-
larly in hospitalized and immunocompromised patients.
The objective of this survey was to determine of DNA
ﬁngerprint patterns of coagulase positive and negative
staphylococcal strains in patients with bacteremia and
detection of their relationships.
Methods: In this cross-sectional study, staphylococcal
positive blood cultures were collected from patients with
bacteremia which hospitalized in four hospitals dependent
to Ahwaz Jundi Shapour University of Medial Sciences. The
patients with 2 positive cultures out of 3 samples were con-
sidered for this study. Isolated staphylococci were studied
more, for identiﬁcation of their species by standard bio-
chemical tests. DNA was extracted from bacterial cells and
genomic fragments which inserted between repetitive ERIC
elements were ampliﬁed by rep-PCR. Furthermore, rela-
tionship of staphylococcal strains was determined based on
the similarities between DNA ﬁngerprints by using Jaccards
coefﬁcient.
Results: In this survey, 88 cases of bacteremia caused
by coagulase positive Staphylococcus aureus (36 cases), and
coagulase negative strains (52 cases), were studied. Rep-PCR
of genomic DNA from staphylococcal isolates produced mul-
tiple ﬁngerprints in sizes ranging between 600 and 2642 bp.
Also, the frequencies of 2642 bp and 600 bp bands among
isolated strains were 87.5% and 61%, respectively. The ﬁn-
gerprint patterns of S. aureus (33 strains), S. epidermidis
(32 strains) and S. lugdunensis (7strains) were 31, 30 and 7
types, respectively.
This study showed being of the same & closely related
patterns among staphylococcal strains which could be due
to dissemination of epidemic strain in the studied hospitals.
The greatest similarities have seen in isolated strains of Razi
hospital reﬂecting contamination of this hospital.
Conclusion: Detection of DNA ﬁngerprint patterns of
staphylococcal strains by rep-PCR and their comparison to
other genotypic and phenotypic properties could be suitable
method for future epidemiological studies.
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Cellular immune responses are critical parts of the host’s
defense against Brucella species. In this prospective study,
evaluation of T lymphocytes and their subpopulations (T
helper CD4 and T cytotoxic CD8) was conducted in patients
suffering from brucellosis.
Methods: This study included 92 outpatients and 29
healthy persons. All data were obtained using a question-
naire data sheets. The infections of patients were conﬁrmed
by the positive results of blood serological tests: Wright test
and 2-Mercapto-Ethanol test (2-ME). The enumeration of
blood T lymphocytes and their subsets was performed by
an indirect Immunoﬂuorescent method, using monoclonal
antibodies against surface markers of CD3, CD4, and CD8
T lymphocytes.
Results: The study’s results were analyzed by the SPSS
program. The disease infected all age groups. The mean
value for the percentages of CD3 positive T cells in patients
was 79% and in healthy controls 84%. Signiﬁcant differ-
ences were noted, however, among the means of acute,
sub-acute, chronic, and recovered sufferers of brucellosis
P > 0.27. While mean value in these clinical groups did not
reveal any signiﬁcant differences P > 0.55. Decreased results
for CD4 positive T lymphocytes showed signiﬁcant differ-
ences, compared with healthy persons P < 0.001.
Increased results for CD8 positive cells in above four
clinical groups were signiﬁcantly different, compared with
healthy subjects P 0.45. The mean ratios of CD4/CD8 in all
patient (1.28), compared with healthy subjects (2.28), was
about two times lower P < 0.001. The obtained mean ratios
